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SEQUENCE LISTING

jt
arrazceutical Ca Lt

<120) Human\p5*i' gene and its product

<130> PS%-16

<140> ;
14D /"

150> JP -P1998-100467

151> 19 98-03-27

<t60> 2.3
7/
<170>-‘Patsntln

<

<§]{l) 448
<212 PRT
‘~218> Human

zzz) .
2 223> gllnssggl

<220>
<221> 0
222> ( 42 (3
<zzs> DRA bindi

222 \353).-(3
228) ol igameri

<400) 1
He% Ser Gln Ser

Gln His lie Trp

20
fle Asp Leu Asn

35
Lys Ile Giu lle
50

Ser Asp Pro Met
65 ]
Ket Asp Gin Gin
Thr Aso His Ala

100
Pro Ser Ser Thr

115

Asn Thr Asp Tyr
130

Ser Ser Thr Ala
145

Lys Leu Tyr Cys

Wet Thr Pro Pro

Ver. \

vation domain

21)
ng domain

97)
zation domain

Thr Gin Thr Asn Glu Phe Ley Ser Pro Glu Vat Phe
5 10 N 15

Asp Phe Leu Glu Gin Pro ile Ser vYal Gin Pro
25 30

Phe Val Asp G}: Pro Ser Glu Asp Ala Thr Asn

Ser Met Agg Cys lle Arg Ket Gés Asp Ser Asp Leu

Trp Pro Gin Tyr Thr Asn Leu Gly Leu Len\ Asn Ser
) 70 15 80
tle Gin Asn Gly Ser Sgs Ser Thr Ser Pro

88
Gin Asn Ser Val '{gg Ala Pro Ser Pra Tyr
1

Phe Asp Ala Leu Ser Pro Ser Pro Ala lle Pro Ser

120 125

Pro Gly Pro His Ser Phe Asp Val Ser Phe Gin Gin
135 140 :

Lys Ser Ala Thr Trp-Thr Tyr Ser Thr Glu Leu Lys
150 155 160

Gin 1ie Ala Lys Thr Cys Pro tle Gin fle Lys Val
165 170 I;S

Pro Gin Gly Ala Val lle Arg Ala Mét Pro vVal Tyr
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180 185 ] 190
LYs Lys Als dlu His Val Thr Glu val val Lys Arg Cys Pro Asm His
195 200 205

Giu Leu Ser Arg Glu Phe Asn Giu Gly Gin {le Ala Pra Pro Ser His
0 218 220

Leu 11
225

1le Thr Gly Arg Gln Ser Val Leu Val Pro Tyr 6lu Pro Pro Gin Val
. 245 250 255

Arg Val Glu Gly Aso Ser His Ala Gian Tyr Val Glu Asp Pro
230 235 240

Gly Thr Gluhe Thr Thr val Leu Tyr Asn Phe Met Cys Asn Ser Ser
0 285 270
Cys Val Giy GiZ\Met Asn Arg Arg Pro (le Leu fle 1ie Val Thr Leu
275 280 285
Gin Val Leu Gly Acg Arg Cys Phe Glu Ala Arg
295 $00 .

Arg Lys Ala Asp Glu Asp Ser lle
318 320
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Thy Lgs Azn Giy Asp Gly The Lys
330 335
Arg Pro Phe Arg GIn Asn Thr Gly Ile Gin Ret Thr Ser lle Lys

340 - 345 §50
Lys Arg Arg Ser Pro Asp Asp GlI
355 360
Arg Glu Thr Tyr Glu Met Leu Leu Ly
70 - 315

Leu Leu Tyr Leu Pro Val Arg Gly
365
lie Lys Glu Ser Leu Giu Leu
180

Met GIn Tyr Leu Pro Gln His Thr tie Ghg Thr Tyr Arg Gin Gin Gln
185 390 385 400 -

Gln Gin Gin His Gln His Leu Leu Gln Lys s Leu Leu Ser Ala Cys
408 415

410

Phe Aré Asn Glu Leu Vsl Glu Pro Arg Arg Glu
420 425 .

Asp Val Phe Phe Arg His Ser Lys Pro Pro Asn Arg Ser Val Tyr Pro
435 440 ]

r Pro Lys Gin Ser
430

(210% 2 .

211> 2816

212> DNA

<213> Human

<220

@R

222> (145).. (1488)

SH93 potva_signst
polyA _signal

ézzzg (2786). . (2791)

<400> 2
tcgttgatat casagacagt tgeaggaaat gaattttgaa acttcacggt gtgecaccct 60

acagtactgc cctgaccett acatccages tttcgtagas acccagctca titctcttge 120

et asagaaagtt attaccgatc cacc atg tcc cag agc aca cag aca ast gas in
R Met Ser Gin Ser Thr Gla Thr Asn Glu



2/15

180 188 190
\

Lys\Lys Ala G.Iu His Val Thr Glu val Val Lys Arg Cys Pra Asa Hiz .
' 195 200 205

Giu Lku Ser Arg Glu Phe Asn Giu €ly Gin (e Ala Pro Pro Ser His
215 220

rg Yal Glu Gly Aso Ser His Ala Gla Tyr Val Glu Asp Pro
230 235 240

225
- dle Thr GIk Arg Gln Ser Val Leu Val Pro Tyr €lu Pro Pro Gin Val
2485 250 255
Gly Thr Glu

Thr Thr val Leu Tyr Asn Phe Met Cys Asn Ser Ser
285 270

Cys Val Gty Gly\Met Asn Arg Arg Pro lle Lex e tie Val The Leu
27% : 285

280

Giu Tht Arg Asp Gin Val Leu Gly Arg Atg Cys Phe Glu Ala Arg
290 295 VSDO

ite Cys Ala Cys Pro Gly Arg Asp Arg Lys Afa Asp Glu Asp Ser lle

305 [ 318 320

Arg Lys Gin Gin Val SeX Asp Ser Thr Lys Asn Giy Asp Gly The Lys
326 330 335

Arg Pro Phe Arg Gin Asn His Gly tle Glin et Thr Ser lle Lys
345 ~ 345 350

Lys Arg Arg Ser Pra Asp AsD
355

Arg Glu Thr Tyr Glu Met Leu .
170 . - 376

Leu Leu Tyr Leu Pro Val Arg Gly
368
Lys lfe Lys Glu Ser Leu Glu Leu
380

Met Gin Tyr Leu Pro Gin His Thr
185 390

Gin Gin Gin His Gln His Leu Leu Gin\Lys His Leu Leuy Ser Ala Cys
408 10 418

{e Gtu Thr Tyr Arg Gin Gin Gin
395 400 -

" 425
Asp Val Phe Phe Arg His Ser Lys Pro Pro
435 440

Phe Arg Asn Glu Leu Vsl Glu Pro Arg A Glu Thr Pro Lys Gin Ser
420 . 430

n Arg Ser Val Tyr Pro
445

<zio§ : . a

211> 2816

212> DNA

<213> Human

<220

2221 cbs

229> (145).. (1488)

S350 potya_siguas
polYA _Signak

2222; (2186Y. . (2791)

<d00> 2 )
tcgttgatat casagacagt tgeagganat gaattttpaa acttcacggt gtgoogocct g0

acagtactec cctgaccctt acatccages tttcetagas acccagctca titcteitee 120

azagaasgtt attaccgstc cacc atg tcc cag age aca ¢ag aca aat gad
Wet Ser Gin Ser Thr Gir Thr Asn Glu




4715

cea cgc tec ttt Eag gcc CEe atc tgt got tgec cca gegs aga gac agg 1083
Arg Acg 253 Phe Glu Ala Arg (le Cys Ala Cys Pro Gly Arg Asp Arg

305 210
aag Rcg gat gaa gat agc alc aga aag cag caa gt tcg gac agt aca 1
Lys Asp Glu Asp Ser lle Arg Lys Gin Gin Val Ser Asp Ser Thr
320 325
aag acg aag cgc ccg ttt cgt cag aac aca cat get 1179
Lys Thr Lys Arg Pro Phe Areg Gln Asn Thr His Gly
330 § 340 845 )
atc atc aag aaa cga aga tcc cca gat gat gaz ctg 1227
ile (1e Lys Lys Arg Arg Ser Pro Asp Asp Glu Leu
158 360
tta age gge cet gag act tat gas atg etg trg eag 1275
Lay Yal Arg Gly Arg Glu Thr Tyr Glu Ket Leu Leu Lys
370 375
atc gaa ctc atg cag fac ctt cct cag cac aca att 1323
lle Glu Leu ggg Gln Tyr Leu Pro g;g His Thr lle

saa acg tac age caa cdg caa cag ¢Ag CaE cac cag cac tta ctt cag 1371
tu Thr Tyr Are €In Gl 2&3 Gln Gin Gin His gag His Leu Leu Gin

aza cat ctc ctt tca gcc tgc ttc age aat gag ctt gte gag ccc cgg 1419
Lys His Leu Leu Ser Ala Cys Phe Arg Asn Glu Leu Val Glu Pro Are
410 415 420 425

aga gas act cca saa caa tct gac gtc tic tit aga cat tcc aag ccc V467
Arg Glu Thr Pro Lys Gin Ser Asp Yal Egg Phe Arg His Ser Lys Pro

430 440
cca aac cga tca gtg tac cca tagaggccta tctctatatt ttasgtgtst 1518
Pro Asn Arg i:g Val Tyr Pro

gtgtigtatt tccatgtgta tateteagte tetgtetgte tatgtgtete cetgtgtate 1578
tagccctcat aaacaggact tgaagacact ttegctcaga gacccaacte ctcasagegca 1638
cmaagecact apteagagas tctittgaeg ggactcaqac ctttacaaga aageatgttt (698
tctgcagatt ttgtatcctl agaccgecca ttggtegetg aggaaccact gtgtttgtet 1758
gtzagetttc tettgtttec tgpsaggaap egstcagete aasggee cattaagatg 1818

tttattgmaa cccttttctg tottettctg ttgttttect adqattcaca egeazecttt 1878
tgagcaggtc tcaaacttaa gatgtctttt tasgusaagg sgasamsagt tgttattztc 1938
tgtecataag taagtigtag glgactgaga gactcagtca gaccctttta atgotggtea 1998
tgtuataata ttgcaagtag taagazacga aggtgtcaag tgtactghte gecagegage 2058
teatcattac caasaglaat caactttgtg pgetegeagagt tctttetgag aacttegcatt 2118
atttetetec teccctcate tgtagetaga acatttctia atgetgtgta otecctcote 2178
ccactgtatg ttgecatctg ttatectaaa gtttttcttg tacatgaaac
ctactacasa anaactgttg tttggcccee atagcaggte aactcatttt
tagaaagaca aatccacccc agtaatattg cccttacgta gttgtttacc
gctcaasata gaatttigaag ¢cctetenca aaatcigtga ttaattigct
ttctatcocct caageetacc taccataaas ccagceatat tacteatact

tttagccaee aeucftacct tttgagtaag tgagatccaa goagacetet




[Rat PR I T i

A1,

ot

Lt

actectegac

gadtttaaza atgttcctce

tgtcaccaag acaategattt

aaacttttge

€210> 3
<211> 448

212) PRT
213> Human
<400) 3
Het Ser Gin Thg Gin Thr Asn Glu
1
Gin His tle Trp Phe Leu Giu Gin
20 25
1te Asp Leu Asn s1 Asp Glu Pro
35 40
Lys (le Gle 1le Ser HMed Asp Cys lle
50 85

Ser Asp Pro Met Trp Pro G
[ 70

Met Asp Gin Gin [le Gln

85

Thr Asp His Ala Gin Asn

Pro Ser Ser Thr Phe Asp

Asn Thr Asp Tyr Pro Gly
130 1

Ser Ser Thr Ala

Lys Ser Ala Thr Trp
148

150

Lys Leu Tyf Cys Gin tle Ala Lys Thr

Met Thr Pro Pro Pro Gln Gly Ala val
180 185

Lys Lys Ala Blu His Vat Thr Glu Val
185 200

Glu Leu Ser Arg Glu Phe Asn Glu Gly
210 215

Leu Ile Arg Val

225 230

11e The Gly Arg Gin Ser val Leu Vai

Gly Tar Glu Phe Thr Thr Val Leu Tyr
260 265

Gly Gly Met Asn Arg Arg Pro
275 280

Glu Thr Arg Asp Gly Gin ggé Leu Gly

Cys Val

290

¢cteccatctt cccacaceca
cttgttatte agactegttec
atctteettt apaagaaa

Glu Gly Asn Ser His

5/15

Phe Leu Ser
10

Pro lle Cys

Ser Glu Asp

Arg Ret Gin

: 60

Gly

The

Ser

Pro

val

140

Thr Ser
Cys
170
ile
val
Gin
Ala
Pro
280

Asn

Ie

Pro
Ser
Gly

45
Asp
feu
Ser
Pro
Ala
126

Ser

Thr

Glu
Val

30
Ala
Ser

Leu

Glu

tggaaattaa agattgaaag ggtagactac ttttctttet tttactcaas 2598
tttagaga atctctettt ctttccattt tazaaacata ttttaagata atagcataaa 2658
gtcaccagea ctetatttte 2718

ttttgteeat gtetgatttt 2778

yal
s

Phe
Gin Pro
Thr Asn
Asp Leu
Asn Ser

8a
Tyr Asn

11
Ata Gin
Pra Ser

Gin Gln

Leu Lys
160



Mttt

‘

1le\Cys Ala Cys Pra Gly Arg
305 ’ 315

Arg Gin Gin Vgl Ser Asp
326

Arg Pro Arg Gln Asn Thr

40

Lys Arg Ark Ser Pro Asp Asp

r Giu Met Leu
878

ro Gin His

Arg Giu Thr
3

Mat Gin Tyr Leu

85

Gin Gin Gla His 2 His Leu

fhe Arg Asn Glu Leu Glu
420

Asp Val Phe Phe Arg Hi
: 435

2100 4
211> 641
212> PRT
213> Human

(221? DOMAIN
<2223 (1).. (59)
(223> transactivation domain

gk s
221 BEN
( 142). . (azl)

£923)> ONA binding domain

SE12 oo

{222 (353)--(39
{223> oligomerization domata

<400 4

Asp

Ser

His

He% Ser Gin Ser Th; Gln Thr Asn

Gln His tie Trp Asp Phe Leu
20
tle Asp Leu Asn Phe Val Asp
35
Lys Iég Glu Lle Ser Met Asp

1]

Ser Asp Pro Met Trp Pro Gin
6% 70

Met Asp Gin Gin |a§ Gln Asn

Thr Asp His Ala Gla Asn Ser
100

Pro Ser ?75 Thr Phe Asp Ala

Asn The Asp Tyr Pro Gly Pro

Glu
Glu

40
Cys
Tye
Gly
Yal
Leu

120
His

Arg
Thr
Giy
345
Leu
Lys
{le
Gin
Arg

425

Pro

Lys
Lys
330
ile
Leu

Glu

6/15

Afa Asp Glu Asp
318

Asn

Gin

Tyr

Lys

Thr
195

Lys His

410
Arg

Pra

Glu

Aszn

Gly
Ket
Leu
Glu
380
Tyr
Leu

The

Arg

Asp
Thr
Pro
3656
Ser
Arg
Leu

Pro

Ser
445

Gly
Ser
350
Val
Leu
Gin
Ser
Lys

430
vat

Ser

Thr Ly

33S
ile

Arg
Glu
@in
it

Gin

Tyr

ile
s
Lys
Gly
Leu
Gin
400
Cys
Ser

Pro
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Gla Gly Leu Thr Thr Ile Tyr Gin Hle Glu His Tyr Ser Het Asp Asp
630 535 540

Leu Lys lle Pro Glu Gin Phe Arg His Ala tle Trp Lys
550 585 560

Gly tié\Leu Asp His Arg Gin Leu His Phe Ser Ser Pro Ser Hi;
5§65 57

1)

Leu Leu Akg Thr Pro Ser Ser Ala Ser Thr Val Ser Val Gly Ser Ser
580 885 590

iy Glu Arg Val ite Asp Ala Yal Arg Phe Thr Leu Arg
600 605

Phe Pro Pro Arg AsD Glu Tep Asn Asp Phe Asn Phe
615 620

Glu
570

Glu Thr Arg
59%

Gla Thr lle
610

Asp Met Asp Ala Axg Arg Asn Lys Gin Cin Afg fie Lys Giu Glu Gly
630 €3 640

{210> S
{EL1)> 2270
<212) DNA
<218> Human

20,
21> CDS
<{222> (145).. (2067)

<400> 6§

tcgtteatat caaagacagt tgaaggaaat attttgaa acttcacegt gtgccaccet 60

scagtactgc ccigaccctt acatccageg ttbegtagaa acccagetea tttctcttey 120

aaagaaagtt attaccgate cace atg tcc cag\age aca cag ara aat gaa 7
He: Ser Gln Ser Thg Gin Thr Asn Glu

ttc ctc agt cca gag gtt ttc cag cat atc t
P?g'teu Ser Pro Gla V:é Phe Gl n His lie Tr

cct ata tgt tca gtt cag cce att i:c ttg aac
Pro |le¢ Cys Ser v;a Gln Pro lle Asp L:g Asn

gat ttt ctg gaa cag 219
Asp Phe Leu Giu (:zlg

gtg eat gaa cca 267
Val Asp Glu Pro

tca gaa gat gEt gceg aca aac gag att gag att age
Ser Glu Asp ng Ala Thr Asn Lys Iég Glu tle Ser

cec ateg cag gac tcg gac ctg sgt gac ccc atg tee
Arg Met Gég Asp Ser Asp Leu S:g Asp Pro Met Trp

aac ctg gge ctc ctg sac agc atg gac cag cag att
Asn L;g Gly Leu Leu Asn 858 Mot Asp GIn Gln Iég

tcg tcc acc agt ccc tat aac acs gac cac geg cag
355 Ser Thr Ser Pro Tg; Asn The Asp His ?63 Gin

gCE ccc tcg c¢cc tec €03 Cag ctc agc tcc acc ttc
Ala Pro Ser Pro I{; Ala Gln Pro Ser fgg Thr Phe

cca tca ¢cc zcc atc ccc tec aac ace gac tac cea
fro Ser Pro ‘ég Ile Pro Ser Asn ?gg Asp Tyr Pra



ttc
Phe

gee
Ala

cct
Pro
250

aat
Asn

cga
Arg

aag
Lys

as8g
Lys
330

atc
tle

tta
Leu

aaa
Lyz
410

cct

gac
Asp

tat
Tyr

-16%

tic
Phe

tta

 Leu

TEgC
Arg
gee
s
mac
Asn

cag
Gin

tac
Tyr

aaa
Lys

acg
Thr
38§

cag
Gin

cte

(414
Yel
140

tce
Ser

(4 4
Arg

gce
Ala
220

tat
Tyr

.38

Glu

ateg
Ket

ate
Ile
tec
300

gat
Asp

acc
Thr

aac

tcc
Ser

Thr

Met

aca
Thr

cca
Pro
3%

tee
Ser

agg
Arg

tca
Ser

aaa

tic
Phe

cag
Gin

cte
Leu

gaa
Gla

atc
e

 ¥.1:4
Lys
176

gtc
val

cet
Pra
190

€ce
Pro

azc
Asn

agt

ata
tle

atg sac

cag
Gin

ang
Lys
160

atg
val

tac
Tyr

cat
His

tct
Ser

agc

tcg
Ser
145

aaa
Lys

atg
et

ceRr
Pro

atg

aec
Ser

ctec
Leu

acc
Thre

aaa
Lys

tct
Ser

asc

acc
Thr

tac
Tyr

cca
Pro

egct
Ala
185

agc
Ser

(7.}
Arg

tca
Ser

aae

9/18

¢C
la

aag
Lys

cas
Gin
165

1g¢
Cys

cct
Pro

cct
Pro
180

€8E
Glu

cgt gaa
Arg

gta
Val

414
Giu

fat.
Tyr
420

cte

tce
Ser
150

att
ite

Gin

gte

tte
Phe

EEE
30

aac
Asn

tct

gcc
Ala

gca
Ala

Giy

acg
Thr

aac
Asn
216

aac
Asn

ace
Thr

aag
Lys

gct
Ala

gag
Glu
200

Eag
Glu

agc
Ser

tcc
Ser

age

tgg
Trp

aca
The
gtt
185
egtg
Val

gega
Gly

cat
His

cca
Pro
425

cag

651

747

7985

843
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Pro Lek Asn Lys Met Asn Ser Met Asn Lys Leu Pro Ser Val Ser Gl
430 435 440

ac cct cag cag cg¢ aac gec ctc act cct aca ace att cct 151§
Pro Cin Gln Arg Asa Ala teu The Pro Thr Thr fle Pro .
445 450 455

Leu lle

gat ggc atg\ gFa gcc sac att ccC atg atg gegc 2cc cac ateg cca atg 1863
ly Ala Asn lle s;o Met Met Gly Thr 243 Ket Pro Het
§

aat Efa ¢tc sgc ccc acc cag geg ¢ic cct ccc cca 1611
Asn Gly kgg Ser Pro Thr Gla ‘ég Leu Pro Pro Pro

acc tcc €4C tEgC aca ¢cc ¢ca cct cecg tat ccc 1659
Thr Ser His Cys Thr Prg Pro Pro Pro Tyr Pro -
495 €00 s0s

tc agt ttc tta gcg agg tte gec tgt tca tca 1707
Set Phe Leu Alz Arg Leu Gly GCys Ser Ser

get gea gac
475

ctc tcc atg cca

teu Ser Met Pro

aca gat tgc agc stt
‘Thr Asp Cys Ser lle V

6510 515 520
tgt ctg gac tat ttc acg cag gee cte acc acc atc tat cag att 176§
Cys Leu Asp Eyg Phe Thr Gin g%g Leu Thr Thr lle }x; Gla lle
2 3

ag cat tac tcc ate gat gat
{u His gza Ser Met Asp Asp

gca agt cteg aaa atc cct gag caa 1803
Afa Ser Leu Lys ééﬁ Pro Giu Gln

te cte gac cac cgg cag ctc cac 1851
Leu Asp His Arg Gin Leu His -~

ttt cga cat geg atc tgr aag gg
Phe Arg His Ala Kle Yrp Lys Gly
5§55 $60

gaa ttc t¢e tce cct tct cat ctc
Glu Phe Ser Ser Pro Ser His Leu Leu
570 5§75

acc cca agc agt gce tct 1899
Thr Pra Ser Ser Ala §er
$80 585

gag cgt gttt att gat 1947
Glu Arg Val [lo Asp

1)

Hooave,

aca gic agt gte ggc tcc agt gag acc cege
Thr Val Ser Val géa Ser Ser Gtu Thr g;g

Wy
o

get gtg cea ttc acc cte cge cag acc atc
Ala Yal Arg zgg Thr Leu Arg Gio E?a lle Ser

ag- tge aat gac ttc sac ttt gac atg Xat gCct cgc
{u Tro Aso Asp Phe Asn Phe a;g Uct Asp Ala Arg 2

cta ccC cga gat 1995
e Pro Pra Arg Asp
615

aat cag cas 2043
Asn Lys Gin

620
. .
\D(\ ,\ cag cgc atc aaa gag gAg gRZ £9€ tgagcctcac catgtgaged cttcctatecc 2097

Gin Arg tie Lys Glu Glu clz Glu
€35 64
ctctcctaac tgccagccce ctaaasgeac tcctgcttaa tcttcaaage ctctocccta 2147
getectecce tteoctottagt ctgatttctt sgggeaagee gaagtaagag getagotctt 27

acctaacat¢ tgacctegce tctaattcte attctggctt taagccttca aaa 2270

<210 6
211> 641
212> PRT
218> Human

<{400)> 6

Het Ser Gln Ser Thg Gin Thr Asn Glu P?S Leu Ser Pro Glu V:; fhe

1

Gin His Ile Trp Asp Phe Leu Glu Gin Pro ile Cys Ser Yal Gin Pro
20 25 30



11715

118 Asp Leu Asn Phe Val Asp Giu Pro Ser Glu Asp Gty Ala Thr Asn
35 . 40 45

Lys e Glu lle Ser Met A;g Cyvs lle Arg Het G‘Iig Asp Ser Asp Leu

Ser Asp\ Pro Met Trp Pro Gin Tyr Thr Asn Leu Gly Leu Leu Asn Ser
65 70 1% 80

Met Asp Gin GIn lie Gln Asn Gty Ser Ser Ser Thr Ser Pro Tyr Asn
85 20 95

Thr Asp His Bla Gin Asn Ser Val Thr Afa Pro Ser Pro Tyr Ala Gin
0 105 110

Pro Ser Ser ThA\Phe Asp Ala Leu Ser Pro Ser Pro Ala lle Pro Ser
1S 120 12%

Asn Thr Asp Tyr Peg Gly Pro His Ser Phe Asp Val Ser Phe Gin Gin
130 135 140

Ser Ser Thr Ala Lys Sa¢ Ala Thre Trp Thr Tyr Ser The Glu Leu Lys
145 1 165 160

Lys Leu Tyr Cys Gin Ite Ma Lys Thr Cgs Pro lle 6in e L;s val
165 170 115

HMet Thr Pro Pro Pro Gin Gly Wla Val tie Arg Ala Het Pro Val Tyr
180 185 . 1990

Lys Lys Ala Glu His Val Thr Glu\Val Yal Lys Areg Cys Pro Asn His
185 200 208 .

W

adt gt

RUNE o TR

all itliae

Glu Leu Ser Arg Glu Phe Asn GI;: GINGIn lle Ala Pro Pro Ser His
210 215 20 -

Leu 1le Arg Val Glu Gly Asn Ser His Alx Gin Tyr Yal Glu Asp Pro
225 230 35 | 240

tle Thr Gly Arg Gin Ser vat Leu Yal Pra Ty Glu Pro Pro Gin Val
248§ 250 255

Gly Thr Glu Phe Thr Thr Yal Leu Tyr Asn Phe t Cys Asn Ser Ser
260 265 270

Cys Val Gly Gly Met Asn Arg Arg Pro lle Leu Ile Lle Val Thr Leu
75 280 2us .

Glu Thr Arg Asp Gly Gin Val Leu Gly Arg Arg Cys Phe\Glu Ala Arg
290 29§ 300 .

l{ie Cys Ala Cys Pro Gty Arg Asp Arg Lys Ala Asp Glu
305 s10 ns

Arg Lys Gin Gln Val Ser Asp Ser Thr Lys Asn Gly Asp
325 330

Arg Pro Phe Arg Gln Asn Thr His Gly lle Gin et Thr
340 345

Lys Are Arg Ser Pro Asp Asp Giu Leu Leu Tyr Leu Pro
b1 360 365

Arg Giu Thr Tyr Glu Met Leu Leu Lys lle Lys Glu Ser,
370 378 380

#et Gin Tyr Leu Pro Glo His Thr §le Gtu Thr Tyr Arg
385 390 39§

Gin Gln GIn His Gln His Leu Leu Gin Lys Gln Thr Ser
4085 410

Pro Ser Ser Tyr Gly Asn Ser Ser Pro Pro Lcu Asn Lys
420 425

T T
i

hodt G0
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435

sn Ala Leu Thr Pra Thr Thr tle Pro Asp Gily Met Gly Ala Asn ile
450 455 480

Prd Met Met Gly Thr His Met Pro Met Ala Gly Asp Met Asn Gly Leu
465 470 475 480

Ser Pro Thr Gin Alz Leu Pro Pro Pro Leu Ser Met Pro Ser Thr Ser
485 490 495

Hit Cys r Pro Pro Pro Pro Tyr Pro Thr Asp Cys Ser lle Yai Ser
500 505 510

Phe Leu Ala rg Leu Gly Cys Ser Scr Cys feu Asp Tyr Phe Thr Thr
515 520 525

Gin Gly Leu ThAThr Ve Tyr Gin lle Glu His Tyr Ser Met Asp Asp
530 835 . 840

Leu Ala Ser lLeu L
8§45

Met Asn Lys Leu Pra Ser Val Sec Gin Leu [le Asn Pra Gln Gin Arg
440 445

fle Pro Glu Gin Phe Arg His Alz tle Trp Lys
650 855 S60

5 Giy tle Leu Asp His Acg Gin Leu His Glu Phe Ser Ser Pro Ser His
= §65 670 875

Leu Leu Arg Thr Pro Ser Ser Ala Ser Thr Val Ser Val Gly Ser Ser
S80 685 590

Glu The Arg Gly Glu Arg Val ASp Ala Yal Arg Phe Thr Leu Arg
5986 1] 605

Gln Thr lle Ser Phe Pro Pro Arg\Asp Glu Trp Asn Asp Phe Asn Phe
610 618 620 X

Asp Met Asp Ata Arg A
625 6

SR &

221 DNA
218> Artificial Sequence

g Asn Lys Gl'g GIn Arg Vle Lys Glu Glu Gly
Q 635 640

=

Ky

#8 aP

{220> .
<223 Description of Artificial Sequence:p73-F1 sepse
primer

<4000 7
tacgtgcacg tasaagacacg ttgctce

<2107 8

<211, 29

21 DRA

213> Actificisl Sequence

{2202
{223> Description of Artificial Sequence:p73-R1
antisense primer
<400 8
tgctgcacgt tgctccacet ggacgtace
£210> 8
<211) 29
§212g DNA
218> Artificial Seauence




13715
20>
<223> Deseription of Artificial Sequence:pT3—F2 sense ~
primer
<400% ¢ . :
tacghatact acgaceteta cetesagee 29

<2100
2ty 2
212
213) Artificial Sequence
2220;
223> Description of Artificial Sequence:p73-R2
antisehse pricer

<400> 10 '
stgazctacg acgtiggace tccacqgtat 29

10> 11

11> 30
212> DNA
213> Artiticlial Sequ

2220;
223> Description of Art
expression construc

<400> 11

icial Sequence:HA-labeled

atgtatccat atgatgttcc agattatgct 30
<210> 12
£ gzllg 20
=5 212> DRA
2 213> Actificial Sequence
i3 <220
{223) Description of Artificial Sequende:pS1-F1 sense
- priger ;
<400> 12
aaagaaagtt attaccgate 20
<210> 13
211> 20
212> DNA
{213> Artificial Sequence

<220>
£223> Description of Artificial Sequence:pSi—Ri
antisense primer :

<400> 13

cgegtegtet gtattatage 20

<210> 14
211> 20

§21 DNA
213> Artificial Sequence
200

223> Description of Artiflctal Sequence:p5i—+2 sense
primer

<400> 14
catggaccag cagattcaga
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A
3> Artiticial Sequence

Description of Artificlal Sequence:pS1-R2
antisense primer

catcacdttg atcteggaty 19
<210) 16
€211 20
5;!2 DHA

18> Artifrgial Seauence

<2205
<223 Descript
primer

n of Actificlal Sequence:p51-F3 sense

<400> 16
ccacctggac gtattccact 20
{10) 17
211> 18
212> DNA
<213 Artificial Sequen
<220% .
223> Description of Artificial Sequence:p51-R3
antisense primer
<400) 17
tegctcatea gegtaceag 18
<210> 18
211> 18
212> DNA
<213 Artificial Sequence
220> )
923> Description of Artificial Sequenge:pS1-F4 sense
primer
<&an)> 18
catgagctga geegterat - 19
<2102 18
<211> 20
<212> DNA
218> Artificial Sequence
<2207 -
£223> Description of Artificial Sequence:p51—R4
antisense primer
<400> 19
tatcttcate cgccttoote 20

2102 20
3211 18

212> DNA
213> Artificial Sequence
220

zzsg Description of Artificial Sequence:p51-FbB sense
priaer
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212> DNA
213> Artificial Seguence

220>
&223) Descriptionof Artificial Sequence:p51-RS
antisense prymer

<400> 21
gtgctgagega aegtactgea

210y 21
211> 20

<210 22
211> 20
212> DNA

{21%) Artificial Sequence

éazo> )
923> Descriptian of Artificlal §
primer

<400> 22

tgaagatéan agugtcccle
210> 23
211) 20

212) DNA
<213> Artificial Sequence
2220;
2235 Descriptlon of Artificial Sequence:p51-R6
antlsense primer

<400> 23
ctagteectt tgtgcetttg

uence:pS1-F6 sense

18

20

20

20
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